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SEQUENCE LISTING 



<110> Alitalo, Kari 

Yla-Herttuala, Seppo 
Hiltunen, Mikko O 
Jeltsch, Markku M 
Achen, Marc G 





<120> 


Use of VEGF-C or VEGF-D Gene or Protein to Prevent Restenos; 


is 




<130> 


28967/35601A 












<140> 
<141> 














<150> 
<151> 


US 60/105,587 
1998-10-26 












<160> 


18 












<170> 


Patentln Ver, 2 


. u 








n:C ; 
= W 


<210> 
<211> 
<212> 
<213> 


1 

1997 
DNA 

Homo sapiens 










~£ * 
=f? 5 

Si 


<220> 
<221> 
<222> 


CDS 

(352) . . (1608) 












<400> 1 

cccgccccgc ctctccaaaa 


agctacaccg acgcggaccg 


cggcggcgtc 


ctccctcgcc 


60 


V : 


ctcgcttcac ctcgcgggct 


ccgaatgegg ggagctcgga 


tgtccggttt 


cctgtgaggc 


120 




ttttacctga cacccgccgc 


ctttccccgg cactggctgg 


gagggcgccc 


tgcaaagttg 


180 




ggaacgcgga gccccggacc 


cgctcccgcc gcctccggct 


cgcccagggg 


gggtegcegg 


240 




gaggagcccg ggggagaggg 


accaggaggg gcccgcggcc 


tegcagggge 


gcccgcgccc 


300 




ccacccctgc ccccgccagc 


ggaccggtcc cccacccccg 


gtccttccac 


c atg cac 
Met His 
1 


357 




ttg ctg ggc ttc ttc tct gtg gcg tgt tct ctg 
Leu Leu Gly Phe Phe Ser Val Ala Cys Ser Leu 
5 10 


etc gec get 
Leu Ala Ala 
15 


gcg ctg 
Ala Leu 


405 




etc ccg ggt cct cgc gag gcg ccc gec gec gec 
Leu Pro Gly Pro Arg Glu Ala Pro Ala Ala Ala 
20 25 


gee gec ttc 
Ala Ala Phe 
30 


gag tec 
Glu Ser 


453 




gga etc gac etc teg gac gcg gag ccc gac gcg 
Gly Leu Asp Leu Ser Asp Ala Glu Pro Asp Ala 
35 40 45 


ggc gag gee 
Gly Glu Ala 


acg get 
Thr Ala 
50 


501 
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tat gca age aaa gat ctg gag gag cag tta egg tct gtg tec agt gta 549 

Tyr Ala Ser Lys Asp Leu Glu Glu Gin Leu Arg Ser Val Ser Ser Val 
55 60 65 

gat gaa etc atg act gta etc tac cca gaa tat tgg aaa atg tac aag 597 

Asp Glu Leu Met Thr Val Leu Tyr Pro Glu Tyr Trp Lys Met Tyr Lys 
70 75 80 

tgt cag eta agg aaa gga ggc tgg caa cat aac aga gaa cag gee aac 645 

Cys Gin Leu Arg Lys Gly Gly Trp Gin His Asn Arg Glu Gin Ala Asn 
85 90 95 

etc aac tea agg aca gaa gag act ata aaa ttt get gca gca cat tat 693 

Leu Asn Ser Arg Thr Glu Glu Thr lie Lys Phe Ala Ala Ala His Tyr 

100 105 110 

aat aca gag ate ttg aaa agt att gat aat gag tgg aga aag act caa 741 

Asn Thr Glu lie Leu Lys Ser lie Asp Asn Glu Trp Arg Lys Thr Gin 
115 120 125 130 

tgc atg cca egg gag gtg tgt ata gat gtg ggg aag gag ttt gga gtc 789 

Cys Met Pro Arg Glu Val Cys lie Asp Val Gly Lys Glu Phe Gly Val 
135 140 145 

gcg aca aac ace ttc ttt aaa cct cca tgt gtg tec gtc tac aga tgt 837 

Ala Thr Asn Thr Phe Phe Lys Pro Pro Cys Val Ser Val Tyr Arg Cys 
150 155 160 

ggg ggt tgc tgc aat agt gag ggg ctg cag tgc atg aac ace age acg 885 

Gly Gly Cys Cys Asn Ser Glu Gly Leu Gin Cys Met Asn Thr Ser Thr 
. 165 170 175 

age tac etc age aag acg tta ttt gaa att aca gtg cct etc tct caa 933 

Ser Tyr Leu Ser Lys Thr Leu Phe Glu lie Thr Val Pro Leu Ser Gin 

180 185 190 

ggc ccc aaa cca gta aca ate agt ttt gee aat cac act tec tgc cga 981 

Gly Pro Lys Pro Val Thr lie Ser Phe Ala Asn His Thr Ser Cys Arg 
195 200 205 210 

tgc atg tct aaa ctg gat gtt tac aga caa gtt cat tec att att aga 1029 

Cys Met Ser Lys Leu Asp Val Tyr Arg Gin Val His Ser lie lie Arg 
215 220 225 

cgt tec ctg cca gca aca eta cca cag tgt cag gca gcg aac aag acc 1077 

Arg Ser Leu Pro Ala Thr Leu Pro Gin Cys Gin Ala Ala Asn Lys Thr 
230 235 240 

tgc ccc acc aat tac atg tgg aat aat cac ate tgc aga tgc ctg get 1125 

Cys Pro Thr Asn Tyr Met Trp Asn Asn His lie Cys Arg Cys Leu Ala 
245 250 255 

cag gaa gat ttt atg ttt tec teg gat get gga gat gac tea aca gat 1173 

Gin Glu Asp Phe Met Phe Ser Ser Asp Ala Gly Asp Asp Ser Thr Asp 

260 265 270 

gga ttc cat gac ate tgt gga cca aac aag gag ctg gat gaa gag acc 1221 

Gly Phe His Asp lie Cys Gly Pro Asn Lys Glu Leu Asp Glu Glu Thr 
27 $ 280 285 290 
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tgt cag tgt gtc tgc aga gcg ggg ctt egg cct gec age tgt gga ccc 1269 
Cys Gin Cys Val Cys Arg Ala Gly Leu Arg Pro Ala Ser Cys Gly Pro 
295 300 305 

cac aaa gaa eta gac aga aac tea tgc cag tgt gtc tgt aaa aac aaa 1317 
His Lys Glu Leu Asp Arg Asn Ser Cys Gin Cys Val Cys Lys Asn Lys 
310 315 320 

etc ttc ccc age caa tgt ggg gec aac cga gaa ttt gat gaa aac aca 1365 
Leu Phe Pro Ser Gin Cys Gly Ala Asn Arg Glu Phe Asp Glu Asn Thr 
325 330 335 

tgc cag tgt gta tgt aaa aga ace tgc ccc aga aat caa ccc eta aat 1413 
Cys Gin Cys Val Cys Lys Arg Thr Cys Pro Arg Asn Gin Pro Leu Asn 
340 345 350 

cct gga aaa tgt gee tgt gaa tgt aca gaa agt cca cag aaa tgc ttg 1461 
Pro Gly Lys Cys Ala Cys Glu Cys Thr Glu Ser Pro Gin Lys Cys Leu 
355 360 365 370 

tta aaa gga aag aag ttc cac cac caa aca tgc age tgt tac aga egg 1509 
Leu Lys Gly Lys Lys Phe His His Gin Thr Cys Ser Cys Tyr Arg Arg 
375 380 385 

cca tgt acg aac cgc cag aag get tgt gag cca gga ttt tea tat agt 1557 
Pro Cys Thr Asn Arg Gin Lys Ala Cys Glu Pro Gly Phe Ser Tyr Ser 
390 395 400 

gaa gaa gtg tgt cgt tgt gtc cct tea tat tgg aaa aga cca caa atg 1605 
Glu Glu Val Cys Arg Cys Val Pro Ser Tyr Trp Lys Arg Pro Gin Met 
405 410 415 

age taagattgta ctgttttcca gttcatcgat tttctattat ggaaaactgt 1658 
Ser 

gttgccacag tagaactgtc tgtgaacaga gagacccttg tgggtccatg ctaacaaaga 1718 

caaaagtctg tctttcctga accatgtgga taactttaca gaaatggact ggagctcatc 1778 

tgeaaaagge ctcttgtaaa gactggtttt ctgccaatga ccaaacagcc aagattttcc 1838 

tcttgtgatt tctttaaaag aatgactata taatttattt ccactaaaaa tattgtttct 1898 

gcattcattt ttatagcaac aacaattggt aaaactcact gtgatcaata tttttatatc 1958 

atgeaaaata tgtttaaaat aaaatgaaaa ttgtattat 1997 



<210> 2 
<211> 419 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met His Leu Leu Gly Phe Phe Ser Val Ala Cys Ser Leu Leu Ala Ala 
15 10 15 

Ala Leu Leu Pro Gly Pro Arg Glu Ala Pro Ala Ala Ala Ala Ala Phe 
20 25 30 



Glu Ser Gly Leu Asp Leu Ser Asp Ala Glu Pro Asp Ala Gly Glu Ala 
35 40 45 



• 
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Thr Ala Tyr Ala Ser Lys Asp Leu Glu Glu Gin Leu Arg Ser Val Ser 
50 55 60 

Ser Val Asp Glu Leu Met Thr Val Leu Tyr Pro Glu Tyr Trp Lys Met 
65 70 75 80 

Tyr Lys Cys Gin Leu Arg Lys Gly Gly Trp Gin His Asn Arg Glu Gin 
85 90 95 

Ala Asn Leu Asn Ser Arg Thr Glu Glu Thr lie Lys Phe Ala Ala Ala 
100 105 110 

His Tyr Asn Thr Glu lie Leu Lys Ser lie Asp Asn Glu Trp Arg Lys 
115 120 125 

Thr Gin Cys Met Pro Arg Glu Val Cys lie Asp Val Gly Lys Glu Phe 
130 135 140 

Gly Val Ala Thr Asn Thr Phe Phe Lys Pro Pro Cys Val Ser Val Tyr 
145 150 155 160 

Arg Cys Gly Gly Cys Cys Asn Ser Glu Gly Leu Gin Cys Met Asn Thr 
165 170 175 

Ser Thr Ser Tyr Leu Ser Lys Thr Leu Phe Glu lie Thr Val Pro Leu 
180 185 190 

Ser Gin Gly Pro Lys Pro Val Thr lie Ser Phe Ala Asn His Thr Ser 
195 200 205 

Cys Arg Cys Met Ser Lys Leu Asp Val Tyr Arg Gin Val His Ser lie 
210 215 220 

lie Arg Arg Ser Leu Pro Ala Thr Leu Pro Gin Cys Gin Ala Ala Asn 
225 230 235 240 

Lys Thr Cys Pro Thr Asn Tyr Met Trp Asn Asn His lie Cys Arg Cys 
245 250 255 

Leu Ala Gin Glu Asp Phe Met Phe Ser Ser Asp Ala Gly Asp Asp Ser 
260 265 270 

Thr Asp Gly Phe His Asp lie Cys Gly Pro Asn Lys Glu Leu Asp Glu 
275 280 285 

Glu Thr Cys Gin Cys Val Cys Arg Ala Gly Leu Arg Pro Ala Ser Cys 
290 295 300 

Gly Pro His Lys Glu Leu Asp Arg Asn Ser Cys Gin Cys Val Cys Lys 
305 310 315 320 

Asn Lys Leu Phe Pro Ser Gin Cys Gly Ala Asn Arg Glu Phe Asp Glu 
325 330 335 

Asn Thr Cys Gin Cys Val Cys Lys Arg Thr Cys Pro Arg Asn Gin Pro 
340 345 350 

Leu Asn Pro Gly Lys Cys Ala Cys Glu Cys Thr Glu Ser Pro Gin Lys 
355 360 365 

Cys Leu Leu Lys Gly Lys Lys Phe His His Gin Thr Cys Ser Cys Tyr 
370 375 380 
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Arg Arg Pro Cys Thr Asn Arg Gin Lys Ala Cys Glu Pro Gly Phe Ser 
385 390 395 400 

Tyr Ser Glu Glu Val Cys Arg Cys Val Pro Ser Tyr Trp Lys Arg Pro 
405 410 415 

Gin Met Ser 



<210> 3 

<211> 2029 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (411) . . (1475) 
<400> 3 

gttgggttcc agctttctgt agctgtaagc attggtggcc acaccacctc cttacaaagc 60 

aactagaacc tgcggcatac attggagaga tttttttaat tttctggaca tgaagtaaat 120 

ttagagtgct ttctaatttc aggtagaaga catgtccacc ttctgattat ttttggagaa 180 

cattttgatt tttttcatct ctctctcccc acccctaaga ttgtgcaaaa aaagcgtacc 240 

ttgcctaatt gaaataattt cattggattt tgatcagaac tgattatttg gttttctgtg 300 

tgaagttttg aggtttcaaa ctttccttct ggagaatgcc ttttgaaaca attttctcta 360 

gctgcctgat gtcaactgct tagtaatcag tggatattga aatattcaaa atg tac 416 

Met Tyr 
1 

aga gag tgg gta gtg gtg aat gtt ttc atg atg ttg tac gtc cag ctg 464 
Arg Glu Trp Val Val Val Asn Val Phe Met Met Leu Tyr Val Gin Leu 
5 10 15 

gtg cag ggc tec agt aat gaa cat gga cca gtg aag cga tea tct cag 512 
Val Gin Gly Ser Ser Asn Glu His Gly Pro Val Lys Arg Ser Ser Gin 
20 25 30 

tec aca ttg gaa cga tct gaa cag cag ate agg get get tct agt ttg 560 
Ser Thr Leu Glu Arg Ser Glu Gin Gin lie Arg Ala Ala Ser Ser Leu 
35 40 45 50 

gag gaa eta ctt cga att act cac tct gag gac tgg aag ctg tgg aga 608 
Glu Glu Leu Leu Arg lie Thr His Ser Glu Asp Trp Lys Leu Trp Arg 
55 60 65 

tgc agg ctg agg etc aaa agt ttt acc agt atg gac tct cgc tea gca 656 
Cys Arg Leu Arg Leu Lys Ser Phe Thr Ser Met Asp Ser Arg Ser Ala 
70 75 80 

tec cat egg tec act agg ttt gcg gca act ttc tat gac att gaa aca 704 
Ser His Arg Ser Thr Arg Phe Ala Ala Thr Phe Tyr Asp lie Glu Thr 
85 90 95 



# 



eta aaa gtt ata gat gaa gaa tgg caa aga act cag tgc age cct aga 752 
Leu Lys Val lie Asp Glu Glu Trp Gin Arg Thr Gin Cys Ser Pro Arg 
100 105 110 

gaa acg tgc gtg gag gtg gec agt gag ctg ggg aag agt acc aac aca 800 
Glu Thr Cys Val Glu Val Ala Ser Glu Leu Gly Lys Ser Thr Asn Thr 
115 120 125 130 

ttc ttc aag ccc cct tgt gtg aac gtg ttc cga tgt ggt ggc tgt tgc 848 
Phe Phe Lys Pro Pro Cys Val Asn Val Phe Arg Cys Gly Gly Cys Cys 
135 140 145 

aat gaa gag age ctt ate tgt atg aac acc age acc teg tac att tec 896 
Asn Glu Glu Ser Leu lie Cys Met Asn Thr Ser Thr Ser Tyr lie Ser 
150 155 160 

aaa cag etc ttt gag ata tea gtg cct ttg aca tea gta cct gaa tta 944 
Lys Gin Leu Phe Glu lie Ser Val Pro Leu Thr Ser Val Pro Glu Leu 
165 170 175 

gtg cct gtt aaa gtt gee aat cat aca ggt tgt aag tgc ttg cca aca 992 
Val Pro Val Lys Val Ala Asn His Thr Gly Cys Lys Cys Leu Pro Thr 
180 185 190 

gec ccc cgc cat cca tac tea att ate aga aga tec ate cag ate cct 1040 
Ala Pro Arg His Pro Tyr Ser lie lie Arg Arg Ser lie Gin lie Pro 
195 200 205 210 

gaa gaa gat cgc tgt tec cat tec aag aaa etc tgt cct att gac atg 1088 
Glu Glu Asp Arg Cys Ser His Ser Lys Lys Leu Cys Pro lie Asp Met 
215 220 225 

eta tgg gat age aac aaa tgt aaa tgt gtt ttg cag gag gaa aat cca 1136 
Leu Trp Asp Ser Asn Lys Cys Lys Cys Val Leu Gin Glu Glu Asn Pro 
230 235 240 

ctt get gga aca gaa gac cac tct cat etc cag gaa cca get etc tgt 1184 
Leu Ala Gly Thr Glu Asp His Ser His Leu Gin Glu Pro Ala Leu Cys 
245 250 255 

ggg cca cac atg atg ttt gac gaa gat cgt tgc gag tgt gtc tgt aaa 1232 
Gly Pro His Met Met Phe Asp Glu Asp Arg Cys Glu Cys Val Cys Lys 
260 265 270 

aca cca tgt ccc aaa gat eta ate cag cac ccc aaa aac tgc agt tgc 1280 
Thr Pro Cys Pro Lys Asp Leu lie Gin His Pro Lys Asn Cys Ser Cys 
275 280 285 290 

ttt gag tgc aaa gaa agt ctg gag acc tgc tgc cag aag cac aag eta 1328 
Phe Glu Cys Lys Glu Ser Leu Glu Thr Cys Cys Gin Lys His Lys Leu 
295 300 305 

ttt cac cca gac acc tgc age tgt gag gac aga tgc ccc ttt cat acc 1376 
Phe His Pro Asp Thr Cys Ser Cys Glu Asp Arg Cys Pro Phe His Thr 
310 315 320 

aga cca tgt gca agt ggc aaa aca gca tgt gca aag cat tgc cgc ttt 1424 
Arg Pro Cys Ala Ser Gly Lys Thr Ala Cys Ala Lys His Cys Arg Phe 
325 330 335 



# 
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cca aag gag aaa agg get gec cag ggg ccc cac age cga aag aat cct 1472 
Pro Lys Glu Lys Arg Ala Ala Gin Gly Pro His Ser Arg Lys Asn Pro 
340 345 350 

tga ttcagcgttc caagttcccc atccctgtca tttttaacag catgetgett 1525 
355 



tgccaagttg 


ctgtcactgt 


_l_.i_.l_ A_ A_ 4_ _■_■_.. 

ttttttccca 


ggtgttaaaa 


aaaaaatcca 


ttttacacag 


1585 


caccacagtg 


aatccagacc 


aaccttccat 


tcacaccagc 


taaggagtcc 


ctggttcatt 


1645 


gatggatgtc 


ttctagctgc 


agatgectet 


gcgcaccaag 


gaatggagag 


gaggggaccc 


1705 


atgtaatcct 


tttgtttagt 


tttgtttttg 


ttttttggtg 


aatgagaaag 


gtgtgctggt 


1765 


catggaatgg 


caggtgtcat 


atgactgatt 


actcagagca 


gatgaggaaa 


actgtagtct 


1825 


ctgagtcctt 


tgetaatege 


aactcttgtg 


aattattctg 


attctttttt 


atgeagaatt 


1885 


tgattegtat 


gatcagtact 


gactttctga 


ttactgtcca 


gcttatagtc 


ttccagttta 


1945 


atgaactacc 


atctgatgtt 


tcatatttaa 


gtgtatttaa 


agaaaataaa 


caccattatt 


2005 


caagecaaaa 


aaaaaaaaaa 


aaaa 








2029 



<210> 4 

<211> 354 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Tyr Arg Glu Trp 
1 5 

Gin Leu Val Gin Gly 
20 

Ser Gin Ser Thr Leu 
35 

Ser Leu Glu Glu Leu 
50 

Trp Arg Cys Arg Leu 
65 

Ser Ala Ser His Arg 
85 

Glu Thr Leu Lys Val 
100 

Pro Arg Glu Thr Cys 
115 

Asn Thr Phe Phe Lys 
130 

Cys Cys Asn Glu Glu 
145 



Val Val Val Asn Val Phe Met Met Leu Tyr Val 
10 15 

Ser Ser Asn Glu His Gly Pro Val Lys Arg Ser 
25 30 

Glu Arg Ser Glu Gin Gin lie Arg Ala Ala Ser 
40 45 

Leu Arg lie Thr His Ser Glu Asp Trp Lys Leu 
55 60 

Arg Leu Lys Ser Phe Thr Ser Met Asp Ser Arg 
70 75 80 

Ser Thr Arg Phe Ala Ala Thr Phe Tyr Asp lie 
90 95 

lie Asp Glu Glu Trp Gin Arg Thr Gin Cys Ser 
105 110 

Val Glu Val Ala Ser Glu Leu Gly Lys Ser Thr 
120 125 

Pro Pro Cys Val Asn Val Phe Arg Cys Gly Gly 
135 140 

Ser Leu lie Cys Met Asn Thr Ser Thr Ser Tyr 
150 ' 155 160 
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Ile Ser Lys Gin Leu Phe Glu lie Ser Val Pro Leu Thr Ser Val Pro 
165 170 175 

Glu Leu Val Pro Val Lys Val Ala Asn His Thr Gly Cys Lys Cys Leu 
180 185 190 

Pro Thr Ala Pro Arg His Pro Tyr Ser lie lie Arg Arg Ser lie Gin 
195 200 205 

lie Pro Glu Glu Asp Arg Cys Ser His Ser Lys Lys Leu Cys Pro lie 
210 215 220 

Asp Met Leu Trp Asp Ser Asn Lys Cys Lys Cys Val Leu Gin Glu Glu 
225 230 235 240 

Asn Pro Leu Ala Gly Thr Glu Asp His Ser His Leu Gin Glu Pro Ala 
245 250 255 

Leu Cys Gly Pro His Met Met Phe Asp Glu Asp Arg Cys Glu Cys Val 
260 265 270 

Cys Lys Thr Pro Cys Pro Lys Asp Leu lie Gin His Pro Lys Asn Cys 
275 280 285 

Ser Cys Phe Glu Cys Lys Glu Ser Leu Glu Thr Cys Cys Gin Lys His 
290 295 300 

Lys Leu Phe His Pro Asp Thr Cys Ser Cys Glu Asp Arg Cys Pro Phe 
305 310 315 320 

His Thr Arg Pro Cys Ala Ser Gly Lys Thr Ala Cys Ala Lys His Cys 
325 330 335 

Arg Phe Pro Lys Glu Lys Arg Ala Ala Gin Gly Pro His Ser Arg Lys 
340 345 350 



Asn Pro 



<210> 5 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 5 

ttggaggcct aggcttttgc 20 



<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 



<400> 6 

atactgtcgt cgtcccctca 



20 
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<210> 7 
<211> 22 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: primer 
<400> 7 

ggtagaagac cccaaggact tt 22 



<210> 8 
<211> 17 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: primer 



=£1 



<400> 8 

cgccattcgc cattcag 17 



li: <210> 9 

? y <211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 9 

ctgcttactg gcttatcg 18 

<210> 10 
<211> 20 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: primer 
<400> 10 

cctgttctct gttatgttgc 20 



<210> 11 
<211> 19 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: primer 
<400> 11 

tctccaaaaa gctacaccg 19 



<210> 12 
<211> 18 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 12 

caagtgcatg gtggaagg 

<210> 13 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 13 

tcgatccatg aactttctgc 

<210> 14 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 14 

ttcgtttaac tcaagctgcc 

<210> 15 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 15 

gaccctggct ttactgctg 

<210> 16 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 16 

ggaacattta cacgtctgcg 

<210> 17 
<211> 2679 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: chimeric 

sequence in which CMV promoter sequence is ligated 
to Homo sapien VEGF-C sequence 

<400> 17 



cgttgacatt 


gattattgac 


tagttattaa 


tagtaatcaa 


ttacggggtc 


attagttcat 


60 


agcccatata 


tggagttccg 


cgttacataa 


cttacggtaa 


atggcccgcc 


tggctgaccg 


120 


cccaacgacc 


cccgcccatt 


gacgtcaata 


atgacgtatg 


ttcccatagt 


aacgccaata 


180 


gggactttcc 


attgacgtca 


atgggtggac 


tatttacggt 


aaactgccca 


cttggcagta 


240 


catcaagtgt 


atcatatgcc 


aagtacgccc 


cctattgacg 


tcaatgacgg 


taaatggccc 


300 


gcctggcatt 


atgcccagta 


catgacctta 


tgggactttc 


ctacttggca 


gtacatctac 


360 


gtattagtca 


tcgctattac 


catggtgatg 


cggttttggc 


agtacatcaa 


tgggcgtgga 


420 


tagcggtttg 


actcacgggg 


atttccaagt 


ctccacccca 


ttgacgtcaa 


tgggagtttg 


480 


ttttggcacc 


aaaatcaacg 


ggactttcca 


aaatgtcgta 


acaactccgc 


cccattgacg 


540 


caaatgggcg 


gtaggcgtgt 


acggtgggag 


gtctatataa 


gcagagctct 


ctggctaact 


600 


agagaaccca 


ctgcttactg 


gcttatcgaa 


attaatacga 


ctcactatag 


ggagacccaa 


660 


gctggctagc 


gtttaaactt 


aacccgcccc 


gcctctccaa 


aaagctacac 


cgacgcggac 


720 


cgcggcggcg 


tcctccctcg 


ccctcgcttc 


acctcgcggg 


ctccgaatgc 


ggggagctcg 


780 


gatgtccggt 


ttcctgtgag 


gcttttacct 


gacacccgcc 


gcctttcccc 


ggcactggct 


840 


gggagggcgc 


cctgcaaagt 


tgggaacgcg 


gagccccgga 


cccgctcccg 


ccgcctccgg 


900 


ctcgcccagg 


gggggtcgcc 


gggaggagcc 


cgggggagag 


ggaccaggag 


gggcccgcgg 


960 


cctcgcaggg 


gcgcccgcgc 


ccccacccct 


gcccccgcca 


gcggaccggt 


cccccacccc 


1020 


cggtccttcc 


accatgcact 


tgctgggctt 


cttctctgtg 


gcgtgttctc 


tgctcgccgc 


1080 


tgcgctgctc 


ccgggtcctc 


gcgaggcgcc 


cgccgccgcc 


gccgccttcg 


agtccggact 


1140 


cgacctctcg 


gacgcggagc 


ccgacgcggg 


cgaggccacg 


gcttatgcaa 


gcaaagatct 


1200 


ggaggagcag 


ttacggtctg 


tgtccagtgt 


agatgaactc 


atgactgtac 


V— - l« CI V> S^d \J CL 


12 60 


atattggaaa 


atgtacaagt 


gtcagctaag 


gaaaggaggc 


tggcaacata 


acagagaaca 


1320 


ggccaacctc 


aactcaagga 


cagaagagac 


tataaaattt 


gctgcagcac 


attataatac 


1380 


agagatcttg 


aaaagtattg 


ataatgagtg 


gagaaagact 


caatgcatgc 


cacgggaggt 


1440 


gtgtatagat 


gtggggaagg 


agtttggagt 


cgcgacaaac 


accttcttta 


aacctccatg 


1500 


tgtgtccgtc 


tacagatgtg 


ggggttgctg 


caatagtgag 


gggctgcagt 


gcatgaacac 


1560 


cagcacgagc 


tacctcagca 


agacgttatt 


tgaaattaca 


gtgcctctct 


ctcaaggccc 


1620 


caaaccagta 


acaatcagtt 


ttgccaatca 


cacttcctgc 


cgatgcatgt 


ctaaactgga 


1680 
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tgtttacaga 


caagttcatt 


ccattattag 


acgttccctg 


ccagcaacac 


taccacagtg 


1740 


tcaggcagcg 


aacaagacct 


gccccaccaa 


ttacatgtgg 


aataatcaca 


tctgcagatg 


1800 


cctggctcag 


gaagatttta 


tgttttcctc 


ggatgctgga 


gatgactcaa 


cagatggatt 


1860 


ccatgacatc 


tgtggaccaa 


acaaggagct 


ggatgaagag 


acctgtcagt 


gtgtctgcag 


1920 


agcggggctt 


cggcctgcca 


gctgtggacc 


ccacaaagaa 


ctagacagaa 


actcatgcca 


1980 


gtgtgtctgt 


aaaaacaaac 


tcttccccag 


ccaatgtggg 


gccaaccgag 


aatttgatga 


2040 


aaacacatgc 


cagtgtgtat 


gtaaaagaac 


ctgccccaga 


aatcaacccc 


taaatcctgg 


2100 


aaaatgtgcc 


tgtgaatgta 


cagaaagtcc 


acagaaatgc 


ttgttaaaag 


gaaagaagtt 


2160 


ccaccaccaa 


acatgcagct 


gttacagacg 


gccatgtacg 


aaccgccaga 


aggcttgtga 


2220 


gccaggattt 


tcatatagtg 


aagaagtgtg 


tcgttgtgtc 


ccttcatatt 


ggaaaagacc 


2280 


acaaatgagc 


taagattgta 


ctgttttcca 


gttcatcgat 


tttctattat 


ggaaaactgt 


2340 


gttgccacag 


tagaactgtc 


tgtgaacaga 


gagacccttg 


tgggtccatg 


ctaacaaaga 


2400 


caaaagtctg 


tctttcctga 


accatgtgga 


taactttaca 


gaaatggact 


ggagctcatc 


2460 


tgcaaaaggc 


ctcttgtaaa 


gactggtttt 


ctgccaatga 


ccaaacagcc 


aagattttcc 


2520 


tcttgtgatt 


tctttaaaag 


aatgactata 


taatttattt 


ccactaaaaa 


tattgtttct 


2580 


gcattcattt 


ttatagcaac 


aacaattggt 


aaaactcact 


gtgatcaata 


tttttatatc 


2640 


atgcaaaata 


tgtttaaaat 


aaaatgaaaa 


ttgtattat 
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tgtttagaag 


atgaaccgta 


agcctaggct 


agaactgagg 


gagcctacta 


ctcccaccct 


60 


tccgagggtt 


ggcggcagga 


ctgggcagct 


ggcctaccta 


cctttctgaa 


tgctagggta 


120 


ggtttgaatc 


accatgccgg 


cctggcccgc 


ttctgccccc 


attggcaccc 


tggcttcagt 


180 


tccctggcaa 


catctctgtg 


tgtgtgtgtg 


tgtgtgagag 


agagagatca 


ggaggaacaa 


240 


gggcctctgt 


ctgcccagca 


gttgtctctc 


cttcagggct 


ctgccagact 


acacagtgca 


300 


tacgtgggtt 


tccacaggtc 


gtctcactcc 


ccgccactga 


ctaactccag 


aactccaccc 


360 


ccgttctcag 


tgccacaaat 


ttggtgccaa 
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tcccagagga 


tcccattcac 


cccagggccc 


tagctcctga 


tgactgcaga 


tcagacaagg 


480 


gctcagataa 


gcatactccc 


ccccccccgt 


aaccccctcc 


ccacatataa 


acctacagtt 


540 


atgcttccga 


ggtcaaacac 


gcaacttttt 


gggtgtgtgt 


gtatgtcaga 


aacacgcaat 


600 


tatttgggag 


ctcaaagtct 


gccgcactca 


agaatcatct 


ctcaccccct 


ttccaagacc 


660 
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cgtgccattt 


gagcaagagt 


tggggtgtgc 


ataatgtagt 


cactaggggg 


cgctcggcca 


720 


tcacggggag 


atcgtaactt 


gggcgagccg 


agtctgcgtg 


agggaggacg 


cgtgtttcaa 


780 


tgtgagtgcg 


tgcatgctgt 


gtgtgtgtgt 


gtagtgtgtg 


tgtgaggtgg 


gggagaaagc 


840 


caggggtcac 


tctagttgtc 


cctatcctca 


tacgttcctg 


ccagctctcc 


gccttccaac 


900 


ccctactttc 


tcctatatcc 


tgggaaaggg 


aattgtctta 


gaccctgtcc 


gcatataacc 


960 


tcactctcct 


gtctcccctg 


attcccaata 


ctctgggatt 


cccagtgtgt 


tcctgagccc 


1020 


atttgaaggg 


gtgcacagat 


aattttgagg 


ccgtggaccc 


tggtaagggg 


tttagctttc 


1080 


cattt cgcgg 


tagtggccta 


ggggctcccc 


gaaaggcggt 


gcctggctcc 


accagaccgt 


1140 


ccccggggcg 


ggtctgggcg 


gggcttgggg 


gtggagctag 


atttcctctt 


tttcttccac 


1200 


cgctgttacc 


ggtgagaagc 


gcagaggctt 


ggggcagccg 


agctgcagcg 


agcgcgcggc 


1260 


actgggggcg 


agctgagcgg 


cggcagcgga 


gctctgtcgc 


gagacgcagc 


gacaaggcag 


1320 


actatcagcg 


gactcaccag 


cccgggagtc 


tgtgctctgg 


gatttgatat 


tcaaacctct 


1380 


taattttttt 


ttcttaaact 


gtattgtttt 


acgctttaat 


ttatttttgc 


ttcctattcc 


1440 


cctcttaaat 


cgtgccaacg 


gtttgaggag 


gttggttctt 


cactccctca 


aatcacttcg 


1500 


gattgtggaa 


atcagcagac 


gaaagaggta 


tcaagagctc 


cagagagaag 


tcaaggaaga 


1560 


gagagagaga 


ccggtcagag 


agagcgcgct 


ggcgagcgaa 


cagagagagg 


gacaggggca 


1620 


aagttgactt 


gaccttgctt 


ttgggggtga 


ccgccagagc 


gcggcgtgac 


ctcccccttc 


1680 


gatcttgcat 


cggaccagtc 


gcgctgacgg 


acagacagac 


agacaccgcc 


cccagcccca 


1740 


gcgcccacct 


cctcgccggc 


gggctgccga 


cggtggacgc 


ggcggcgagc 


cgagaaaccg 


1800 


aagcccgcgc 


ccggaggcgg 


gtggaggggg 


tcggggctcg 


cgggattgca 


cggaaacttt 


1860 


tcgtccaact 


tctgggctct 


tctcgctccg 


tagtagccgt 


ggtctgcgcc 


gcaggagaca 


1920 


aaccgatccg 


gagctgggag 


aaggctagct 


cggccctgga 


gaggccgggg 


cccgagaaga 


1980 
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ydgggggccd 


cagtgggcgc 


tcggctct ca 


ggagccgagc 


2040 


tcatggacgg 


gtgaggcggc 


cgtgtgcgca 


gacagtgctc 


cagccgcgcg 


cgcgccccag 


2100 


gccccggccc 


gggcctcggt 


tccagaaggg 


agaggagccc 


gccaaggcgc 


gcaagagagc 


2160 


gggctgcctc 


gcagtccgga 


gccggagaga 


gggagcgcga 


gccgccgcgg 


ccccggacgg 


2220 


cctccgaaac 


catgaacttt 
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